. CCC and overall CCC with bootstrap 95% CI (all human miRNAs). 
. CCC and overall CCC with bootstrap 95% CI (all miRNAs). Table S8 . Number (n) and proportion (%) of miRNA lying within the agreement intervals, estimated according to the measurement error model parameters estimated by setting λ = 1 and by estimating it via random effects models. Data were normalized according to the quantile normalization algorithm. Confidence intervals for the proportions were computed using the Clopper-Pearson exact method. Table S12 . Number (n) and proportion (%) lying within the agreement intervals, estimated according to the measurement error model parameters by setting λ = 1 and via random effects models. Data were normalized according to the loess normalization algorithm. Confidence intervals for the proportions were computed using the Clopper-Pearson exact method. Figure S1 . Box and density plots for both samples. The left column refers to hREF and the right column to A498. Plots refer to quantile normalized log2-transformed data. (Lower panels) The solid line represents the technical replicate labeled as 1 in the datasets, whereas the dashed line and dotted line represent technical Replicates 2 and 3, respectively. Figure S2 . Box and density plots for both samples. The left column refers to hREF and the right column to A498. Plots refer to loess normalized log2-transformed data. (Lower panels) The solid line represents the technical replicate labeled as 1 in the datasets, whereas the dashed line and dotted line represent technical Replicates 2 and 3, respectively.
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